Key indicators: single-crystal X-ray study; T = 100 K; mean (C-C) = 0.004 Å; R factor = 0.070; wR factor = 0.192; data-to-parameter ratio = 16.6.
Hydrogen-bond geometry (Å , ).
Cg1, Cg2, Cg3, Cg4, Cg5 and Cg6 are the centroids of the C1A-C6A, C8A-C13A, C15A-C20A, C1B-C6B, C8B-C13B and C15B-C20B rings, respectively. (2) Symmetry codes: (i) x; Ày þ 3 2 ; z À 1 2 ; (ii) Àx þ 2; y À 1 2 ; Àz þ 1 2 ; (iii) x À 1; y; z; (iv) Àx þ 1; y þ 1 2 ; Àz þ 1 2 ; (v) x þ 1; y; z; (vi) x; Ày þ 1 2 ; z À 1 2 .
Data collection: APEX2 (Bruker, 2005); cell refinement: APEX2; data reduction: SAINT (Bruker, 2005) ; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2003) .
We thank the Malaysian Government and Universiti Sains Malaysia (USM) for an IRPA short-term grant (304/PKIMIA/ 638007) to conduct this work. MHA 
Comment
Mono-anil, is a Schiff base compound prepared from an equimolar amount of o-phenylenediamine and an aromatic or heterocyclic aldehyde as the first stage to produce 2-substituted benzimidazole derivatives following spontaneous oxidation by atmospheric oxygen (Pozharskii et al., 1966) . In our previous reports (Al-Douh et al., 2007 ,2006a Al-Douh et al., 2008) , we have reported crystal structures of 2-(2-benzyloxy -3-methoxyphenyl)-1-H-benzimidazole, benzyl o-vanillin and a derivative of the title compound, 2-amino-N-(2-hydroxy-3-methoxybenzylidene) benzeneamine. Continuing our investigation on the reaction mechanism of benzyl o-vanillin with o-phenylenediamine, we successfully synthesized the title compound, as a new amino benzeneamine derivative. We present here its crystal structure.
The bond lengths and angles in the title compound have normal values (Allen et al., 1987) and are comparable with those a realated structure (Al-Douh et al., 2008) . The asymmetric unit contains two independent molecules [A and B] with almost similar conformations ( Fig.1 ). In both A and B, the methoxy group is almost coplanar with the attached benzene ring [C21-O2-C12-C11 = -3.6 (4)° for A and -2.5 (4)° for B]. In molecule A, the C1-C6 and C15-C20 rings form dihedral angles of 30.79 (13)° and 23.56 (13)°, respectively, with the C8-C13 ring, while in B these angles are 32.30 (13)° and 13.13 (12)°.
Intramolecular C-H···O and N-H···N hydrogen bonds involving O1, O2 and N1 atoms generate S(5) or S(6) ring motifs.
The crystal packing of the title compound is controlled by N-H···N hydrogen bonds, and N-H···π and C-H···π interactions (Table 1) .
Experimental
The title compound was synthesized following procedures reported earlier (Al-Douh et al., 2006a,b; Al-Douh et al., 2007) .
Single crystals suitable for X-ray diffraction were obtained by slow evaporation of a hexane solution at room temperature.
Refinement
Amino H atoms were located in a difference map and their positional parameters were refined with N-H distances restrained to 0.90 (1)Å. C-bound H atoms were positioned geometrically and refined using a riding model with C-H = 0.95 Å for aromatic and methyine H, 0.99 Å for methylene H, and 0.98 Å for methyl H atoms. The U iso values were constrained to be 1.5U eq of the carrier atom for methyl H atoms and 1.2U eq for the remaining H atoms. A rotating group model was used for the methyl groups. The highest peak is located at 0.60 Å from H7A and the deepest hole is located at 0.71 Å from N2A. 
Special details
Experimental. The low-temperature data was collected with the Oxford Cyrosystem Cobra low-temperature attachment.
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 108.5 H14C-C14B-H14D 108.5 C16A-C15A-C20A 118.7 (3) C20B-C15B-C16B 118.9 (2) C16A-C15A-C14A 121.1 (2) C20B-C15B-C14B 120.1 (2) C20A-C15A-C14A 120.1 (2) C16B-C15B-C14B 121.0 (2) C15A-C16A-C17A 120.4 (3) C15B-C16B-C17B 120.1 (3) C15A-C16A-H16A 119.8 C15B-C16B-H16B 119.9 C17A-C16A-H16A 119.8 C17B-C16B-H16B 119.9 C18A-C17A-C16A 119.9 (3) C18B-C17B-C16B 120.1 (3) C18A-C17A-H17A 120.1 C18B-C17B-H17B 120.0 C16A-C17A-H17A 120.1 C16B-C17B-H17B 120.0 C17A-C18A-C19A 120.4 (3) C17B-C18B-C19B 120.2 (3) C17A-C18A-H18A 119.8 C17B-C18B-H18B 119.9 C19A-C18A-H18A 119.8 C19B-C18B-H18B 119.9 C18A-C19A-C20A 119.5 (3) C20B-C19B-C18B 119.7 (3) C18A-C19A-H19A 120.2 C20B-C19B-H19B 120.2 C20A-C19A-H19A 120.2 C18B-C19B-H19B 120.2 C19A-C20A-C15A 121.0 (3) C19B-C20B-C15B 121.1 (3) C19A-C20A-H20A 119.5 C19B-C20B-H20B 119.5 C15A-C20A-H20A 119.5 C15B-C20B-H20B 119.5 O2A-C21A-H21A 109.5 O2B-C21B-H21D 109.5 O2A-C21A-H21B 109.5 O2B-C21B-H21E 109.5 H21A-C21A-H21B 109.5 H21D-C21B-H21E 109.5 O2A-C21A-H21C 109.5 O2B-C21B-H21F 109.5 H21A-C21A-H21C 109.5 H21D-C21B-H21F 109.5 H21B-C21A-H21C 109.5 H21E-C21B-H21F 109.5
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